We have examined the draft genomes of 388 methicillin-resistant Staphylococcus aureus isolates obtained from intensive care unit patients at three geographically distributed hospitals to determine genomic diversity associated with potential health care worker-associated transmission.
A ntimicrobial resistance has been a constantly evolving problem in the hospital setting (1) . This study was undertaken to examine the genomic variation of Staphylococcus aureus isolates obtained from patients in the intensive care unit (ICU). Between January 2016 and August 2018, ICU patients colonized by methicillin-resistant Staphylococcus aureus (MRSA) were enrolled at four hospitals (two in Baltimore, MD, one in Torrance, CA, and one in New York, NY). These patients had a prior surveillance or clinical MRSA culture within 7 days of enrollment. Further details on the patient inclusion criteria and patient demographics are included in a previous publication (2) . These isolates were collected as part of a study to examine transmission of Staphylococcus aureus isolates to the gloves and gowns of health care workers during patient contact (2) . Each swab was enriched overnight in tryptic soy broth (TSB) with 6.5% salt (Becton Dickinson, Sparks, MD) and plated on CHROMagar Staph aureus medium (Becton Dickinson, Sparks, MD). All rose/mauve colonies were confirmed as S. aureus by Staphaurex latex agglutination and confirmed as MRSA by susceptibility testing following the Clinical and Laboratory Standards Institute guidelines (3) . A total of 388 Staphylococcus aureus isolates were collected and examined by whole-genome sequencing.
Genomic DNA was isolated from cultures grown in lysogeny broth overnight. DNA was extracted in 96-well format from 100 l of sample using the MagAttract Power-Microbiome DNA/RNA kit (Qiagen, Hilden, Germany), automated on a Hamilton Microlab STAR robotic platform. Bead disruption was conducted on a TissueLyser II (20 Hz for 20 min) instrument in a 96-well deep-well plate in the presence of 200 l phenolchloroform. Genomic DNA was eluted in 90 l water after magnetic bead cleanup. The resulting genomic DNA was quantified by PicoGreen. The sequencing libraries were generated with the Kapa HyperPrep kit (catalog number KK8504) and sequenced on the Illumina HiSeq 4000 using a 2 ϫ 150-bp paired-end kit.
The total number of reads generated for each isolate averaged 3,724,291 bp per genome ( Table 1) . All software was used with default values. Raw sequencing reads were filtered to remove contaminating phiX reads using BBDuk, one of the BBTools software suite (sourceforge.net/projects/bbmap/). The raw reads were also filtered to remove contaminating Illumina adaptor sequences and quality trimmed using Trimmomatic v. 0.36 (4) . The resulting filtered reads were assembled using SPAdes v. 3.13.0 (5) . The resulting assemblies were then filtered to contain only contigs longer than 500 bp with a k-mer coverage of Ն5ϫ. Genomes containing more than 500 contigs or an aberrant GC content were removed from further analysis.
The genomes have a mean sequencing coverage of 198ϫ (standard deviation [SD], 58ϫ; minimum [min], 58ϫ; maximum [max], 1,008ϫ). The final assemblies have a mean contig count of 38 (SD, 16; min, 19; max, 199), a mean genome size of 2,857,897 bp (SD, 56,218 bp; min, 2,682,854 bp; max, 3,009,992 bp), a mean GC content of 32.67% (SD, 0.06%; min, 32.56%; max, 33.22%), and a mean N 50 value of 271,123 bp (SD, 89,042 bp; min, 47,630 bp; max, 699,731 bp).
Further analysis will reveal the genetic determinants of transmission via health care worker interactions.
Data availability. Relevant statistics, including GenBank and SRA accession numbers for each genome assembly, are included in Table 1 . 
